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Here we present the draft genome sequence of a member of the Thermomonosporaceae, Actinomadura madurae LIID-AJ290, 
isolated from a human case of mycetoma. The assembly contains 10,308,866 bp. This is to our knowledge the first reported ge- 
nome of a human-pathogenic Actinomadura species. 
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ycetoma is a subcutaneous infection produced by fungi and 
aerobic actinomycetes. It is characterized by tumefaction of 
the affected region, production of abscesses and fistulae, and the 
presence of microcolonies of the etiologic agent. Although world- 
wide 50% of mycetoma is produced by eumycetes and 50% by 
actinomycetes (1), in Mexico actinomycetoma is more commonly 
reported, accounting for about 98% of the cases. Nocardia brasiliensis 
is found in 86% of the infections, followed by Actinomadura madurae 
and Nocardia spp., which produce the rest of the cases (2). The ge- 
nome sequence of N. brasiliensis has been reported (3, 8). Herein, we 
report the first draft of the genomic sequence of A. madurae. 

A. madurae LIID-AJ290 was isolated in 2011 from a mycetoma 
case in the foot. The isolate has <20 subcultures. The bacteria used 
for genome sequencing were isolated from a purified stock kept at 
— 70°C. The bacterial culture was expanded on brain heart infusion at 
37°C with shaking at 1 10 rpm for 72 h, and the bacterial mass was 
subjected to DNA extraction using the cetyltrimethylammonium 
bromide (CTAB) method. The bacterial identity was determined us- 
ing a hydrolysis pattern (4) as well as nucleotide sequencing analysis 
of a fragment of the 16S RNA gene using primers NOC3 and NOC4 
(5). The genome sequence was determined using the platforms 
Roche/454 GS Junior (428,248 reads) and Illumina/MiSeq (1,243,587 
reads). Both sets of reads were combined and assembled using New- 
bler 2.7 software (Roche Diagnostics, Branford, CT). 

The genome annotation was carried out using the NCBI Prokary- 
otic Genomes Automatic Annotation Pipeline (PGAAP). According 
to the NCBI, the PGAAP combines hidden Markov model (HMM)- 
based gene prediction methods with a sequence similarity-based ap- 
proach which combines comparison of the predicted gene products 
with the nonredundant protein database Entrez Protein Clusters, the 
Conserved Domain database, and the Clusters of Orthologous 
Groups (COGs) database (6, 7). 

The unclosed draft genome of A. madurae LIDD-AJ290 con- 
sists of 149 contigs and is a total of 10.30 Mbp long, with a G+C 
content of 72.04%. According to the GenBank annotation system, 


the draft genome contains 9,643 genes, 10 rRNAs, 80 tRNAs, and 
1 CRISPR array. 

Nucleotide sequence accession numbers. This whole -genome 
shotgun project has been deposited at DDBJ/EMBL/GenBank un- 
der the accession number AWOO00000000. The version de- 
scribed in this paper is version AWOO02000000. 
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